The original version of this article \[[@CR1]\] was unfortunately published with a mistake. The figure legends for Figs. [8](#Fig1){ref-type="fig"} and [9](#Fig2){ref-type="fig"} were interchanged. The correct Figures and their associated legends are provided below:Fig. 8Electrostatic surface charge distribution of Class I and II SMases D highlighting the catalytic interface. The ellipses indicate the active-site pocket. **a** Class I; **b** Class IIFig. 9Structural interpretation of the positively selected sites. **a** Cartoon representation of the structural comparison between Class I and II SMases D. The fully conserved catalytic histidines (H12 and H47) and the three acidic residues (E32, D34 and D91) involved in the metal ion coordination are shown as sticks, with carbon atoms in *green*. The seven positively selected sites are shown as sticks and balls, with carbon atoms in *yellow*. The residues depicted in the positive sites correspond to those of SMase I from L. laeta, and the sequence numbering is also based on this molecule according to PDB entry 1XX1 (Murakami et al., 2005). The cartoon representation is coloured according to the secondary structure elements and the flexible loop F related to the second S-S bond found uniquely in Class II members (in *orange*, Class I; in *red*, Class II). The variable loop E is *cyan* and *blue* for Classes I and II, respectively. **b** Schematic representation of a Class I SMase D highlighting all of the positively selected sites for this class using the same colour pattern

Figure [8](#Fig1){ref-type="fig"} Electrostatic surface charge distribution of Class I and II SMases D highlighting the catalytic interface. The ellipses indicate the active-site pocket. a Class I; b Class II.

Figure [9](#Fig2){ref-type="fig"} Structural interpretation of the positively selected sites. a Cartoon representation of the structural comparison between Class I and II SMases D. The fully conserved catalytic histidines (H12 and H47) and the three acidic residues (E32, D34 and D91) involved in the metal ion coordination are shown as sticks, with carbon atoms in green. The seven positively selected sites are shown as sticks and balls, with carbon atoms in yellow. The residues depicted in the positive sites correspond to those of SMase I from L. laeta, and the sequence numbering is also based on this molecule according to PDB entry 1XX1 (Murakami et al., 2005). The cartoon representation is coloured according to the secondary structure elements and the flexible loop F related to the second S-S bond found uniquely in Class II members (in orange, Class I; in red, Class II). The variable loop E is cyan and blue for Classes I and II, respectively. b Schematic representation of a Class I SMase D highlighting all of the positively selected sites for this class using the same colour pattern.

The online version of the original article can be found under doi:10.1186/s12862-015-0561-4.
